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CLAIMS 



What is claimed is: 



1. A method for identifying a bacteriophage coding region encoding a product 
active on an essential bacterial tog^Ccomprising identifying a nucleic acid sequence 
encoding a gene product which pra^tdegsa bacteria-inhibiting function when said 
bacteriophage infects^Kost bacterium; 

wherein said bacteriophage is uncharacterized and said host bacterium is a 
pathogenic baietferium. 



2. The method of clkirp^l, further comprising expressing a recombinant 
bacteriophage ORF in celll of a bacterial strain, wherein inhibition of said cells 
following expression of saiq ORF is indicative that said product is active on an 
essential bacterial target. 



3. The method of claim \2, wherein inhibition of said bacterium following 



comparison with the growth or viability of 
on 6f an inactivated mutant form of said ORF or in 
said ORR and wherdin inhibition of said bacterium 



expression of said ORF is det© 
said bacterium following expr^ 
the absence of expression o 

following expression of sak^ OljF' is indicative that said product is active on an 
essential bacterial target. 



The method of clair^<whefein expression of said ORF is inducible. 



5. The method of clainrt , further comprising confirming the inhibitor- function of 
said ORF. 

6. The method of claim^<^erffln said confirming comprises expressing a loss- 
of- function mutant form of said ORF in said host bacterium. 



7. A method for identifying a potential target for antibacterial agents, comprising 
determining the bacterial target ofWuncharacterized bacteriophage inhibitor proteinr 



8. The method of clainjx^ wji^ein said determining comprises identifying at 
least one bacterial protein whW4)inds to said bacteriophage inhibitor protein or a 
fragment thereof. ^ 
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9. A method for identifyimparpotential target for antibacterial agents, comprising 
determining the bacterial target of an uncharacterized bacteriophage inhibitor protein. 



10. The method of claiib^^h^euTsaid determining comprises identifying at 
least one bacterial protein M(hich binds to said bacteriophage inhibitor protein or a 
fragment thereof. 



10 



15 



11. The method of claim^S^wherein said determining comprises identifying at 
least one protein:protein interaction using a genetic screen. 



12. The method of claim 



bacteriophage inhibitor proteir 



aerein said determining further comprises 



identifying a bacterial nucleic % cid'se^ence encoding a polypeptide target of said 

tr 



13. The method of claifih iXRK^rein said nucleic acid sequence is identified by 
determining at least a portidn-ofroe amino acid sequence of a bacterial protein target, 
and identifying a bacterial nucleicjacid sequence which encodes said protein target. 

20 14. The method of claim 9, fU|rther comprising identifying a bacteriophage ORF 
which encodes a product having a bacteria-inhibiting function. 



25 



15. The method of claims, wherein said identifying a phage ORF comprises 
expressing at least one bacteriophage ORF in a bacterium, wherein inhibition of said 
bacterium following said expression \s indicative that said ORF encodes a bacteria- 
inhibiting function. 



n^ ir 



16. An isolated, purified, or eiHicJadd nucleic acid sequence at least 15 nucleotides 
30 in length, wherein said sequenpe^c^^ponds to at least a portion of a bacteriophage 
sequence, and wherein saklD^g^ri^nage is selected from the group consisting of 
Staphylococcus awrei^nacteriophage 77, 3 A, and 96. 



17. The nucleic acid se^aence of claimJ^wKerein said nucleic acid sequence 
35 corresponds to at least a {for^»-erfa nucleic acid sequence which encodes a product 
which provides a bacteriaUnffljbiting function. 
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18. The nuclefbsacid sequence of clajm'K), wherein said nucleic acid sequence is 
transcriptionallyuiqced with regulatory sequences enabling induction of expression of 
said sequence. 



CI 



yi 



10 



15 



19. An isolated, purified, or enriptfed polypeptide comprising at least a portion of a 
protein providing a bacteria-inh^bm^^uiction, wherein said polypeptide is normally 
encoded by a bacteriophagp^ ^cted ^om the group consisting of Staphylococcus 
aureus bacteriophage 77/3A, and 96. 



20. The pol 
inhibiting fiinc* 




tide of^ claim L9^wherein said polypeptide provides said bacteria- 



21. A recombinant vector comprising a bacteriophage ORF corresponding to an 
ORF from a bacteriophage having a pathogenic bacterial host, wherein said bacterial 
host is selected from the group consisting of unch^racterized bacteria of Table 1. 



20 22. A recombinant cell comprising A vector, wherein said vector comprises an 
ORF from a bacteriophage having a pathp^HC^acterial host, wherein said bacterial 
host is selected from the group consisting oi^acterial species of Table 1. 



25 23. A method for identifying an antibacterial agent, comprising identifying an 
active portion of a producer of a bacteria-inhibiting ORF of a bacteriophage. 

24. The me^^/oi>daim 23f^1urther comprising constructing a synthetic 
peptidomimeticf molecule, wherein the structure of said molecule corresponds to the 
30 structure of said act\ve portion. 



25. A method for identifying^ compound active on a target of a bacteriophage 
inhibitor protein, comprising^ne s#g* of 
35 contacting a bapi^rial f^S-protein with a test compound; and 

detennining'whether said compound binds to or reduces the level of activity of 
said target projdin, 



SD-63311.4/ 



72 



248/037 



wherein binding of said compound with said target protein or a reduction of 
the level of activity of said protein is indicative that said^dmpound is active on said 
target and wherein said target is uncharacterized. 



10 



26. A method of screening for potential antibacterial agents, comprising the step 
of determining whether any of a plurality of compounds is active on a target of a 
bacteriophage inhibitor protein, 

wherein said target is mtfurally pro^Wd by a pathogenic bacterium. 



Ill 

ru 

y ; 



27. A method fopinhibiting a bacterium , comprising the step of; 

contacting said bacterium with a compound active on a target of a 
bacteriophage inhibitor protein, wherein said target or the target site is 
15 uncharacjdnzed. 



28. A method for treating a bacterial infection in an animal suffering from an 
infection, comprising administering to said animal a therapeutically effective amount 
20 of compound active on a target of a bacteriophage inhibitor protein in a bacterium 
involved in said infection, 

wherein said target is\an uncharacterized target or the compound is active at an 
uncharacterized target site. 



25 



30 



29. A method for pr^ylkctically treating an animal at risk of an infection, 
comprising administer^ to iaid animal a prophylactically effective amount of a 
compound active on a Target ofla^baeJeiiophSge inhibitor protein, 

wherein said target ^s an uncharacterized target or the site of action of said 
compound is an uncharaCferizeci target site. 



35 



30. An antibacterial agent active on a target of a bacteriophage inhibitor protein, 
wherein said target is an uncharacterized target or said agent is active at a phage- 
specific site on said target. 
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31. A method of making an antibacterial agent, comprising the steps of: 



3t of a bacteriophage inhibitor polypeptide; 
ity of test compounds to identify a compound active on 



a) identifying a targ 

b) screening a plura 
said target; and 

c) synthesizing sain compound in an amount sufficient to provide a 
therapeutic effect when admir^stered to an organism infected by a bacterium naturally 
producing said target. 



i- 

rti 

III 



10 



15 



32. A computer readable/device having recorded therein a nucleotide sequence of 
a portion of at least oik-^Bacteriophage genome of Staphylococcus aureus 
bacteriophage T^feacteriophage b A, or bacteriophage 96, a nucleotide sequence at 
least 95% id^to^ to a said nucleotide sequence, a ribonucleic acid equivalent, a 
degenera^equkalent, a homologous sequence, or at least one amino acid sequence 
encoded by said nucleotide sequende; and 

a nucleotide sequence or ammo acid sequence analysis program, 
wherein said program can perform at least one sequence analysis on said 
nucleotide or amino acid sequence. 



20 



Safe? 

m 



25 



30 



33. A computer-based system for identifying biologically important portions of a 
bacteriophage genome, comprising: 

a) a data storage medium havipg^ recorded thereon a nucleotide sequence 
corresponding to a portion of^U^^o^bacteriophage genome, wherein said 
bacteriophage genomeja<unch£^eterize<l; 

b) a set of instruptfons allowing searching of said sequence to analyze said 
sequence; anc 

c) an outpm device 



34. The system of/cl 
bacteriophage selected 
listed in Table 1. 




erein said bacteriophage genome is of a 
group consisting of uncharacterized bacteriophage 



35 35. A method for identifying or characterizing a bacteriophage ORF, comprising 
the steps of: 

a) providing a^omput^^asgS system for analyzing nucleic acid or 
amino acid s^qdence data, wherein said system comprises a data storage 
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medium having recorded thereon at least crfie nucleotide or amino acid 
sequence corresponding to a portion^ at least one uncharacterized 
bacteriophage genome, a set of bi^mxctioijs--allowing searching of said 
sequence to analyze said sequepe€; and aiL^ffl^SfrNdevice; 
5 b) analyzing at least a^rtion of at leasTonesaid sequence; and 

c) outputting resytts.of said analyzing to said output device. 
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